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1 H NMR spectrum of 2. 
X-ray crystallography
Diffraction data were collected on a Bruker D8 Venture diffractometer equipped with a Photon 100 detector and using a Mo source (0.7107 Å). Data reduction was done with APEX3, applying semi-empirical absorption correction as implemented in SADABS. 1 The data were indexed using difference vectors and space groups were assigned with XPREP. 2 Structures were solved with SHELXT 3 and refined with SHELXL 4 using the full-matrix least-squares procedure (F 2 based) in Olex2. 5 All non-H atoms were refined anisotropically, applying restraints where necessary. In complexes 11 and 14 (see table S1) water molecules were found stemming from the solution. Complex 11 was refined as an inversion twin in space group P2 1 , since the attainable residual was approx. 3 % lower than in the centro-symmetric super-group P2 1 /c (complexes 12 and 14) . Somewhat large residual electron density of 2.4 -3.5 eÅ -3 located close to the heavy atom is most likely due to the quality of crystal and slightly improper absorption correction. Data collection on further crystals did not improve these residuals. 
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